. Ka/Ks values of 1,000 random sets of retrocopies and retrocopies shared between rodent (murine) and primates.
. Expressed retrocopies are located near or inside (intragenic) transcribed regions. Percentage of intragenic/near retrocopies from 10,000 randomly selected groups containing 1,304 genomic loci; Dashed line: observed percentage of intragenic/near retrocopies annotated as "expressed retrocopy". Figure S4. Expression of retrocopies and their parental genes. A) Percent of gene expression in the different tissues for ACTA1 (parental gene) and its two retrocopies (RC191 and RC2774). B) Scatter plot of expression for retrocopies and their parental genes (Spearman correlation = 0.46; p-value = 0.0241).
Figure S5. Expression breadth for expressed retrocopies and their parental genes.
Here, we used the tissue specificity index (τ) developed by (Yanai et al. 2005) , which ranges from 0 (broad expression) to 1 (more tissue specific expression). Retrocopies (RCPs) present more tissue specific expression (p-value < 2.2e-16; Mann-Whitney U test). Nervous system (brain and cerebellum), liver, kidney, and heart) .
Expression in Number of human retrocopies
Testis 48
Testis specific 14
Brain 31
Brain specific 0
Cerebellum 31
Cerebellum specific 1
Liver 23
Liver specific 0
Kidney 25
Kidney specific 0
Heart 29
Heart specific 1 Table S6 . Expression correlation between expressed retrocopies and their hosts or neighboring genes. Only retrocopies containing more than 40 reads reporting expression were used. To better understand the reliability of our detection of protein-coding retroposition pipeline, we compared the retrocopies identified here (called RCPedia, since these retrocopies are available at RCPedia (Navarro & Galante 2013)) against retrocopies (there, called processed pseudogene) from two databases: (i) pseudogene.org and (ii) GENCODE . Since GENCODE doesn't make available the parental genes, we relied solely on the retrocopy coordinates in the reference genome. GENCODE and pseudogene.org have 10,455 and 8,215 genomic loci classified as processed pseudogene, respectively. Figure S8 shows that 91% of retrocopies identified by us have been previously identified. GENCODE and pseudogene.org presented 78% and 81% of its retrocopies also confirmed by other databases. In order to understand better those database specific retrocopies, we performed a comparison between a set of retrocopies from RCPedia and GENCODE. We selected GENCODE because it is the current gold standard of gene and transcript annotation for human currently.
Genomic location
As expected, RCPedia and GENCODE are highly concordant, 6,788 shared retrocopies (87% of RCPedia events), where 3,667 events are specific to GENCODE and potentially false negatives on our database and 1,043 loci are specific to RCPedia, potentially false positives or false negative events in the GENCODE ( Figure S8 ). Given the relative high number of events specific to each method we have manually analyzed 30 and 20 specific events from GENCODE and RCPedia, respectively. 
